. Therefore, Bacteroides dorei does not always interfere with the identification of 9 Bacteroides vulgatus and vice versa (Table S9) . The protocol of this validation is described in the methods section under Analytical sensitivity tests. 
Not detected -*1: limit of identification, *2: limit of detection (LOD) 2 c) Klebsiella pneumoniae (three independent experiments were performed in triplicate) and 2µL of which was used as a DNA template for one PCR reaction. analyzed using the Rotor-Gene Q software program.
8
We did quantitative PCR analysis for relative quantification of bacteria in the blood of patients with 9 sepsis. The pathogenic bacteria had already been identified by both the Tm mapping method and the 10 conventional culture method. In this experiment, the amplification efficiency was 66.7% per PCR 11 cycle, which depends on the enzyme activity of the thermostable DNA polymerase, and the blood 12 bacterial concentrations were finally adjusted by the 16S ribosomal RNA operon copy number. Reg. 1 -7 = Region 1 -7 primers 6 Validation of the melting temperatures of the same amplicon using different DNA concentrations 1 (a) The Enterococcus faecalis DNA template was diluted from 10 to 10,000-fold with molecular-grade distilled 2 water and amplified using the Region 3 primers. Finally, the melting temperatures of the undiluted and diluted 3 amplicons (five different DNA concentrations) were measured in the same trial. 4 (b) The E. coli DNA template was diluted from 100 to 10,000-fold with molecular-grade distilled water and 5 then amplified using the Region 1 -7 primers, respectively. Finally, the melting temperatures of the undiluted and 6 diluted amplicons (three different DNA concentrations) were measured in the same trial. 7
